ABSTRACT Staphylococcus aureus reference strain ATCC 25923 has been maintained for more than a decade in our laboratory. Genomic study revealed that the resulting strain AFIPCBER_B_8.4 has lost a 37-kb genomic fragment of the ATCC 25923 parental strain. The missing fragment showed sequence similarity to genes of bacteriophage proteins.
k-mer sizes of 21, 33, 55, 77, 99, and 127. The largest contig consisted of 27,617 bp (GC content, 32.5%), and its circular topology was confirmed with Mauve (14) and Bandage (15) with a 127-bp sequence in both linear ends forming the circular DNA named plasmid pAFIPCBER_B84. The plasmid shared 100% sequence similarity with the ATCC 25923 plasmid pS1945 reported in GenBank accession number NZ_CP009362.
In summary, ATCC strain 25923, which has been passed in our laboratory for years, developed a deletion of a genomic segment that could have originated from the integration of one or more bacteriophages. Here, we report the results of the genomic study of S. aureus strain AFIPCBER_B_8.4 maintained in our laboratory.
Data availability. The draft genome sequences of the chromosome and plasmid have been deposited in GenBank with the accession number QNQM00000000. The fastq reads for this study were deposited in the Sequence Read Archive (SRA) under BioProject number PRJNA478947.
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